SNPs were aligned to the risk taking propensity-increasing allele. Effect estimates (beta and standard error, SE) were derived from linear regressions of the variant to the named trait, adjusted for age and sex. BMI was a continuous outcome standardised within the BMI metaanalysis. Comparison of the effect estimates for the four SNPs that reached genome-wide significance for BMI (rs6762267, rs35914833, rs891124 and rs7817124) with the mean of the effect estimates from the sample with that SNP removed, showed a significant difference (P<0.0001).
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